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REMARKS/ARGUMENTS 

The Examiner notes that "the technical feature linking Groups I-XVIII appears to 

be a polypeptide comprising the amino acid sequence of SEQ ID NO: 2 or 4 in which one or 
more amino acids are substituted, deleted, inserted, and/or added and that has a biological 
activity equivalent to a protein consisting of the amino acid sequence of SEQ ID NO: 2 or 4" and 
concludes that the technical feature does not constitute a special technical feature, because 
"Rosen et al teach a polypeptide, SEQ ID NO 2022 that comprises the amino acid sequence of 
SEQ ID NO: 2 or 4 in which one or more amino acids are substituted, deleted, inserted, and/or 
added". 

To expedite prosecution, the Applicant has amended the claims 1, 12, 15, 18, 19, 
21, 22, 24, 25, and 27 to specify that the polypeptide comprises an amino acid sequence that has 
80% or higher homology to the amino acid sequence of SEQ ID NO: 2 or 4 and that has a 
biological activity equivalent to a protein consisting of the amino acid sequence of SEQ ID NO: 
2 or 4. Support for this amendment can be found at page 12, line 35 of the originally filed 
specification. According to this amendment, the technical feature linking Groups I-XVIII is now 
"a polypeptide comprising an amino acid sequence that has 80% or higher homology to the 
amino acid sequence of SEQ ID NO: 2 or 4 and that has a biological activity equivalent to a 
protein consisting of the amino acid sequence of SEQ ID NO: 2 or 4". 

Sequence alignment result reveals that the sequence identity between SEQ ID 
NO: 2022 of Rosen et al. and SEQ ID NO: 2 of the present invention is 61% (see Appendix A 
attached hereto). Furthermore, no significant similarity exists between SEQ ID NO: 2022 and 
SEQ ID NO: 4 of the present application (see Appendix B attached hereto). Thus, SEQ ID NO: 
2022 of Rosen et al, is not "a polypeptide comprising an amino acid sequence that has 80% or 
higher homology to the amino acid sequence of SEQ ID NO: 2 or 4". Accordingly, the technical 
feature linking Groups I-XVIII of the present application does define a contribution over the 
prior art, i.e., constitutes a special technical feature. 
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In addition to the above, Applicant respectfully submits that Groups I and II are 
related in that the polynucleotides of Group II encode the polypeptides of Group I. In this 
regard, the Applicants would like to bring the Examiner's attention to PCT International Search 
and Preliminary Examination Guidelines 1 , Example 39, which illustrates the case between the 
following claims: 

Claim 1. Isolated protein X having SEQ ID NO: 1. 

Claim 2. Isolated DNA molecule encoding protein X of claim 1 . 

The Guideline continues to conclude, "[t]he claimed DNA molecule encodes 
protein X, and therefore protein X and the DNA encoding protein X share a corresponding 
technical feature. Consequently, the claims have unity of invention". In view of the above 
example, Applicants respectfully submit that, at least, unity between Groups II and I should be 
acknowledged in the instant case. 

CONCLUSION 

In view of the foregoing, Applicants respectfully request the Examiner reconsider 
the restriction requirement and examine all claims in Groups II and I in a single application. If a 
telephone conference would expedite prosecution of this application, the Examiner is invited to 
telephone the undersigned at 415-576-0200. 

Respectfully submitted, 

/Kevin Bastian/ 

Kevin Bastian 
Reg. No. 34,774 

TOWNSEND and TOWNSEND and CREW LLP 

Two Embarcadero Center, Eighth Floor 

San Francisco, California 94111-3834 

Tel: 415-576-0200 

Fax:415-576-0300 

Attachments 

KLB:dlh 



1 MPEP Appendix Al, Annex B, "Unity of Invention", section (1) states that examples giving guidance on how the 
"unity of invention" principles may be interpreted in particular cases are set out in "the PCT International Search 
and Preliminary Examination Guidelines". 
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Blast Result 

1 Blast 2 Sequences results 

PubMed "Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.18 [Mar-02-2008] 



APPENDIX A 




Matrix )BLOSUM62g][ gap open:|llJ ga p ext ension: [[ _____ 

x.dropoff: |~J expectllpj jojj wordsize: |T] Hjter E Vi ew option |__^___1__ 
Masking character option ^^^^^^J°L^^^S Masking color option |_?I«_*J| 
D Show CDS translation §__| 



Sequence 1: SEQ ID NO: 2 
Length = 76 (1 .. 76) 

Sequence 2: SEQ ID NO: 2022 
Length = 82 (1 .. 82) 




NOTEiBitscore and expect value are calculated based on the size of the nr database. 



Score = 84.0 bits (206), Expect = 3e-15 

Identities = 47/76 (61%), Positives = 54/76 (71%), Gaps = 1/76 (1%) 

Query 1 MGLKMSCLKGFQMCVSSSSSSHDEAPVLNDKHLDVPD 1 1 I TPPTPTGMMLPRDLGSTVWL 60 

MGLKMSCLK F+ CVS+++++ P + P PTGMMLPRDLGSTVWL 

Sb J ct 8 MGLKMSCLKAFK-CVSMAMATTRPRPEXQAPGRARHHHHAPHPTGMMLPRDLGSTVWL 66 

Query 61 DETGSCPDDGE I DPEA 76 

DETGSCPDDGE I DPEA 
Sbjct 67 DETGSCPDDGE I DPEA 82 



CPU time: 0.04 user sees. 0.04 sys. sees 0.08 total sees. 



Blast Result 



APPENDIX B 




H Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.18 [Mar-02-2008] 

Matrix | BLOSUM62 ji gap op en:|j]j gap extension: OG 
x_dropoff: O expectjlOO pj wordsize: |jQ Fjjtgr E Vi ew option {Standard 



Masking character option |^^!^i^.!??lI^5!?^?..B Masking color option jf japJlH 
D Show CDS translation 



Sequence 1: SEQ ID NO: 4 
Length = 20 

Sequence 2: SEQ ID NO: 2022 
Length = 82 

No significant similarity was found 

CPU time: 0.03 user sees. 0.02 sys. sees 0.05 total sees. 



